was screened for microsatellites as described by Stone et al. (1997) . Primers were developed as described by Rohrer et al. (1994) . The primers used to genotype the markers were as follows: KS1F, CAA AAG TTG GCT AAA GGA GGG; KS1R, TGC AGC TTG TGG AAT GAT TG; KS2F, CCC TGG GGA AAA TGG TAT G; and KS2R, ATA ACG CGT CAG GAT TGT CC.
PCR Conditions.
A total of 12.5 ng of porcine genomic DNA, 5 pmol of each primer, and .1 unit of Taq polymerase were included in an 8-mL reaction containing 1× Taq buffer, 1.5 mM MgCl 2 , 30 mM of dTTP, dGTP, and dCTP, 15 mM dATP, and .1 mCi of [a-32 P]dATP. The thermocycler profile was 1 min at 92°C, then 30 cycles of 30 s at 94°C, 1 min at 55°C, and 1 min at 72°C followed by a 5-min final extension at 72°C.
Description of Polymorphisms.
The size of alleles observed and number of occurrences (in parentheses) of each allele in nine parents of the MARC swine reference population (Rohrer et al., 1994) for KS1 were 128(1), 134(1), 138(1), 144(2), 146(1), 148(4), 150(3), 152(2), and 154(3) and for KS2 were 119(7), 121(5), and 123(6). Mendelian inheritance of each allele was confirmed in seven full-sib families of the MARC swine reference population, and all nine parents were heterozygous for both markers.
Chromosome Location. There were 164 informative meioses for KS1 and 166 informative meioses for KS2. Two-point linkage analyses were conducted with CRI-MAP 2.4 (Green et al., 1990 ) between these two markers and all markers present in the MARC genome database. The most significant linkages detected were with SW274 (LOD = 45.46 and u = .00) and SW717 (LOD = 23.33 and u = .04) for KS1 and KS2, respectively. Multipoint linkage analyses indicated that the most likely position for KS1 was at position 0 cM and 122.8 cM for KS2 on the map published by Rohrer et al. (1996) . Figure 1 presents an ideogram of the updated linkage group.
Comments. These two markers may be useful to scientists mapping QTL on porcine chromosome 3. Both markers were easy to score and had 100% heterozygosity in the parents of the reference population. The fact that KS2 only had three alleles but was 100% heterozygous gives weak evidence that breedspecific alleles for this marker may exist. The presence of breed-specific alleles is extremely useful in multibreed resource populations but precludes this marker's utility to detect QTL within a breed. Furthermore, the location of KS2 was in a region of the SSC3
